sequence data shows that anaerobic chytrids are monophyletic (i.e. they had a single ancestor which was either the ancestral, free-living anaerobic chytrid or the ancestral, free-living aerobic chytrid which invaded the digestive tract of herbivores). In either event, the lack of host specificity [8] [9] [10] would be sufficient to explain the present day ubiquitous dis
aerobic environments, or (and this is most likely) anaerobes which have evolved secondarily from aerobic eukaryotes. Importantly, both anaerobic and aerob ' ic chytrids have cell walls containing chitin and have very similar morphologies and life cycles [1] . Furthermore, analysis of 18S rRNA sequence data [2] [3] [4] suggests that both belong to the class Chytridiomycetes, the first group to diverge from the major fungal evolutionary line some 470Ma ago [5] [2] and ITS1 [7] sequence data shows that anaerobic chytrids are monophyletic (i.e. they had a single ancestor which was either the ancestral, free-living anaerobic chytrid or the ancestral, free-living aerobic chytrid which invaded the digestive tract of herbivores). In either event, the lack of host specificity [8] [9] [10] would be sufficient to explain the present day ubiquitous dis tribution of anaerobic chytrids in herbivorous animals.
Apart from the hydrogenosomes, features of anaerobic chytrids of particular biological interest include the polyflagellate zoospores of some species, the low G+C content (13 to 22%) of the DNA of all species [11, 12] 
